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SCORE Search Results Details for Application 1G 
us-10-623-500-l,rge. 



Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10623500 and Search Result us-10-61 
start 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: April 28, 2006, 13:07:01 ; Search time 2103.59 Seconds 

(without alignments) 
10214.354 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



US-10-623-500-1 
378 

1 tactacagataacacgacag atccaccgatccatggcatg 378 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



5883141 seqs, 28421725653 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



11766282 



Database 



GenEmbl : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 



gb_ba : * 
gb_in : * 
gb_env : * 
gb_om : * 
gb_ov : * 
gb_j?at : * 
gb _j?h : * 
gb_pr : * 
gb_ro : * 
gb_sts : * 
gb_sy : * 
gb_un : * 
gb_vi : * 
gb_htg : * 
gb_pl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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% 

Result Query 
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c 
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c 


37 
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38 


34 .8 


9 


.2 


234105 


9 


AC091606 


AC091606 Mus Muscu 


c 


39 


34 .8 


9 


.2 


235328 


14 


AC094823 


AC094823 Rattus no 




40 


34.8 


9 


.2 


244471 


14 


AC106677 


AC106677 Rattus no 




41 


34.8 


9 


.2 


305128 


1 


AE017203 


AE0 17203 Lactobaci 




42 


34.8 


9 


.2 


349980 


6 


AX926715 


AX926715 Sequence 


c 


43 


34.6 


9 


.2 


171323 


9 


AC156394 


AC156394 Mus muscu 


c 


44 


34 .4 


9 


. 1 


79379 


9 


AL591486 


AL591486 Mouse DNA 


c 


45 


34.4 


9 


. 1 


97255 


8 


AL590482 


AL590482 Human DNA 



ALIGNMENTS 



RESULT 1 
CQ774396 

LOCUS CQ774396 378 bp DNA linear PAT 06-MAR-2004 

DEFINITION Sequence 1 from Patent WO2004013169 . 

ACCESSION CQ774 3 96 

VERSION CQ774396.1 GI:45237632 
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SCORE Search Results Details for Application 106 
us-10-623-500-l.rng. 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10623500 and Search Result us-10-61 
start 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



April 28, 2006, 12:45:12 ; Search time 235.606 Seconds 

(without alignments) 
10692.658 Million cell updates/sec 

US-10-623-500-1 
378 

1 tactacagataacacgacag atccaccgatccatggcatg 378 

I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4996997 seqs, 3332346308 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



9993994 



Database : N_Geneseq_2 1 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8: geneseqn2003as : * 

9 : geneseqn2 003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004as : * 
13 : geneseqn2004bs : * 
14 : geneseqn2005s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 

No. Score Match Length DB ID Description 
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40 


31 


.2 


8 


.3 


4238 


10 


ADG32944 
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Adx05619 Cyclin~de 



' ALIGNMENTS 



RESULT 1 
ADK70969 

ID ADK70969 standard; DNA; 378 BP. 
XX 

AC ADK70969; 
XX 

DT 06-MAY-2004 (first entry) 
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SCORE Search Results Details for Applicatior 
10623500 and Search Result us-10-623-500-1. 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sug g 

This page gives you Search Results detail for the Application 10623500 and Search Result us-10-61 

l.rni. 

start 

Go Back to p re' 

GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: April 28, 2006, 12:37:49 



Search time 281.509 Seconds 

(without alignments) 

2386.842 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-10-623-500-1 
378 

1 tactacagataacacgacag . 



. atccaccgatccatggcatg 378 



I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 1303057 seqs, 888780828 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing : 



2606114 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/l_COMB.seq: * 

2 : /cgn2_6/ptodata/l/ina/5_COMB . seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/H_COMB . seq: * 

6 : /cgn2_6/ptodata/l/ina/PCTUS_COMB . seq: * 

7 : /cgn2_6/ptodata/l/ina/PP_COMB. seq: * 

8 : /cgn2_6/ptodata/l/ina/RE_COMB . seq: * 

9 : /cgn2_6/ptodata/l/ina/backf ilesl . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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O 


T 
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fZ 
. D 


o 
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. 1 


Q 0 c 
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3 


TTO 
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A Q 

oy 


O O A 
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Sequence 


15059, A 




o 
O 
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r 
. D 


o 
o 


. 1 


O C O T "~l C 

zbo / /b 


-> 
J 


TTO 

Ub - 


A Q 

oy 


-y4y 


Air 1 r/i n r 

- 01b - lb4 3 b 


Sequence 


16435 , A 




Q 

y 




7 A 

3 0 


•-T 

/ 


Q 

. y 


b U 1 


7 


TTO 

Ub - 


A Q 

u y 


- y4 y 


A1£ T7C17A 

-01b-12bl2U 


Sequence 


0" O r 1 OA 

12 b 12 0 / 




i a 
10 




o a 
3 0 


/ 


. y 


T T A 7 

1 / Uj 


.3 


TTO 

Ub - 


A Q 

0 y 


c c 0 
- b b2 


- 2 b4n- 4 b 


Sequence 


45, Appl 


c 


1 1 




7 a 


/ 


. y 


b u uu u 


7 


TTO 

Ub - 


A Q 

u y 


c 7 
- bb2 


7 C /I t3 7 C 

- 2 b4n- 2 b 


Sequence 


25/ Appl 




1 o 
Iz 


z y 


Q 

. o 


■7 
/ 


. y 


4 a n 
4 4 u 


7 


TTG 

Ub - 


A Q 

u y 


coi 
- b 2 J. 


QOr T7717 

-y/b - i//i/ 


Sequence 


T 7 7 "1 7 A 
1 / / 1 / , A 


c 


1 *3 
-L O 


O Q 
Z Z7 


Q 


-1 
1 


Q 


D 1 \j 


7 
j 


TTO _ 

Uo 


C\ Q 
U J 


- Z fi £3 


- Zi7Q/\-±*tU / O 


oequence 


1 A A *7 Q a 
1ft U / 0 , A 




14 


7 Q 

z y 


Q 

. a 


1 


Q 

. y 


7 C 7 7 A 
z b J / U 


7 


TTO 

Ub - 


A Q 

u y 


Q A Q 

- y 4 y 


A1C T71AQ 

- 0 lb - 12 1 u y 


Sequence 


T O T A O A 

12 1 0 y , A 




1 b 


z y 


Q 

. o 


1 


. y 


7 c 7 7 tr 
ZOO f D 


7 


TTG - 
Uo 


n q 


y ft 


-AT £-1 CQQfl 
-UlO ID00U 


sequence 


1 coon a 
1 b O 0 U , A 




1 C 

lb 


O Q 

z y 


Q 

. o 


•"7 
/ 


. y 


/ b4 0 u 


7 


TTG 

Ub - 


A Q 

u y 


- y 4 y 


A1£ 1£AQA 

- Ulb - ibuyo 


Sequence 


1 £ A Q A A 

1 b 0 y 0 , A 


c 


1 / 


O Q 

z y 


. b 


•"7 
/ 


Q 
. O 


1 noc 

1 j y b 


7 


TTO 

Ub - 


A Q 

u y 


7 T 1 

-311 


A 7 1 7 C 

- U2 1 - / b 


Sequence 


/ b , App 1 


c 


lo 


O Q 

z y 


. b 


•"7 


O 
. O 


1 /-An 

lb U 0 


7 
z 


TTO 

Ub - 


A Q 

U 0 


0 c c 
-ODD 


r 1 O 7 

- b lo - 2 


Sequence 


2 , Appl i 


c 


19 


O Q 

z y 


. 6 


1 


. 8 


172 3 


3 


TTO 

US- 


A Q 

oy 


-949 


-01b -4838 


Sequence 


A O O O 7\ _ 

4 0 3 0 , Ap 


c 


o a 
2 0 


7 Q 

z y 


. b 


1 


Q 
. O 


1 y U4 


7 
z 


TTO 

Ub - 


A O 

Uo 


Q 7 7 

- y 3 3 


7 C A f Q C 

- / but- - y b 


Sequence 


y b , App 1 


c 


O T 

2 1 


O Q 

z y 


, b 


•-7 


O 
. O 


1 y U4 


i 


TTO 

Ub - 


A Q 

0 y 


O "3 ^ 

-234 


- b 13 - y b 


Sequence 


y b , App 1 


c 


o o 
z z 


O Q 

z y 


. b 


■-7 
i 


O 
. O 


T Q O C 

1 y 0 b 


3 


TTO 

Ub - 


T A 

10 


T A ^ 

- 104 


A A O T T T 1 

- 04 / - 133 1 


Sequence 


1 T T 1 7\ 

13 31/ Ap 




O "3 

2 3 


O Q 

z y 


. b 


1 


O 
. O 


O Q A O 

0 y4 z 


3 


TTO 

Ub - 


A Q 

0 y 


Q /I Q 

- y4 y 


-01b - lbiy4 


Sequence 


1 C *1 O A A 

lbiy4 , A 


c 


O vl 

24 


7 Q 

z y 


, b 


1 


O 
. O 


7 7 7 T. £T 

zj /lb 


7 
3 


TTO 

Ub - 


A Q 

0 y 


O /l Q 

- y4 y 


m c 1 ^ con 
- 01b - lbbo 0 


Sequence 


1 C C O A A 

lbbo 0 , A 




2 b 


O Q 

z y 


. 4 


1 


Q 


b U 1 


7 


TTG 

Ub - 


A Q 

u y 


QAQ 

- y 4 y 


A 1 £ 10C1 1 Q 

-Ulb _ 12bliy 


oequence 


1 O £ 1 1 Q 

1 z b 1 1 y , 




o c 
2 b 


O Q 

z y 


. 4 


1 


Q 
. O 


b U 1 


7 
3 


TTO 

Ub - 


A O 

u y 


- y4 y 


-01b- 13b2 b / 


Sequence 


1 7 CC 7 C O 

13b2b / , 




o o 

2 7 


o q 

2 y 


. 4 


/ 


O 
. O 


284 94 


3 


TTO 

Ub - 


A Q 

oy 


- y4 y 


- 01b - 132 00 


Sequence 


1 T O A A 7\ 

132 00, A 
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O 
. O 


T C A A T 


3 


TTO 

Ub - 


A Q 

oy 


Q A O 

- y4 y 


ATC 1 co n A 

-01b-lb3 30 


Sequence 


1 C O O A 7\ 

lb33 0 / A 




z y 


29 


.4 


/ 
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. O 


1 A 1 A O 1 
± U / 4 Z 1 


7 


TTG - 

Ub 
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u y 
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1 C. C 7 O A 

lbb jz / A 
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1 A 


29 


.2 
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£ 7 7 
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7 7 A 
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2 / b 0 / Ap 


c 


,5 1 


29 
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T 0 O O C A 

1 lo 3 b , A 
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T C O A O A 
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29 
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A Q 

u y 


- 0 1 / 


1 QQp O 

- iy ov- - 3 


Sequence 


3 , Appli 


c 




29 


1 


7 


bz 4 y b 


7 
3 
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Ub - 


A Q 

0 y 


- y 4 y 


A1£ 1 £ 1 1 Q 

- U lb - lb 1 lo 


Sequence 


1 £ 1 T Q A 

lb 1 lo , A 


c 


3 O 


29 
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bz 4 y b 
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Q/1 Q 
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T C 1 T Q A 
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A Q 
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C Q O Q 
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Sequence 


0 , Appl 1 




a n 




29 
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TTC - 




-QAQ 
-7 rt J 


_ni £-1 R "3 Q "3 


oequerit-e 


T C 7 Q 7 A 


c 


41 


28 


.8 
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.6 


274 


3 


US- 


09 


-313 


-294A-544 


Sequence 


544, App 




42 


28 


. 8 


7 


.6 


1773 


3 


us- 


09 


-194 


-949A-14 


Sequence 


14, Appl 




43 


28 


.8 


7 


.6 


7122 


3 


us- 


09 


-318 


-448-2 


Sequence 


2, Appli 




44 


28 


.8 


7 


.6 


7122 


3 


us- 


09 


-347 


-878-4 


Sequence 


4, Appli 




45 


28 


. 8 


7 


.6 


7122 


3 


us- 


09 


-577 


-266-2 


Sequence 


2, Appli 



ALIGNMENTS 



RESULT 1 

US-09-248-796A-1337 

; Sequence 1337, Application US/09248796A 

; Patent No. 6747137 

; GENERAL INFORMATION: 

; APPLICANT: Keith Weinstock et al 

; TITLE OF INVENTION: NUCLEIC ACID AND AMINO ACID SEQUENCES RELATING TO CANDIDA ALBIC 
; TITLE OF INVENTION: FOR DIAGNOSTICS AND THERAPEUTICS 
; FILE REFERENCE: 107196.132 

; CURRENT APPLICATION NUMBER: US/09/24 8 , 7 96A 
; CURRENT FILING DATE: 1999-02-12 
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SCORE Search Results Details for Application 
10623500 and Search Result us-10-623-500- 
1-rnpbm, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10623500 and Search Result us-10- 

623-500-1. rnpbm. 

start 

Go Back to previous page 

GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: April 28, 2006, 13:38:42 ; Search time 351.77 Seconds 

(without alignments) 
8886.003 Million cell updates/sec 

Title: US- 10-62 3 -500-1 

Perfect score: 378 

Sequence: 1 tactacagataacacgacag atccaccgatccatggcatg 378 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 9793542 seqs, 4134689005 residues 

Total number of hits satisfying chosen parameters: 19587084 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_NA_Main : * 

1 : /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB . seq: * 

2 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB. seq: * 

3 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB . seq : * 

4 : /cgn2_6/ptodata/l/pubpna/US09B_PUBCOMB. seq: * 

5 : /cgn2_6/ptodata/l/pubpna/US10A_PUBCOMB . seq: * 

6 : /cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB.seq: * 

7 : /cgn2__6/ptodata/l/pubpna/US10C_PUBCOMB . seq : * 

8 : /cgn2_6/ptodata/l/pubpna/US10D_PUBCOMB . seq: * 

9 : /cgn2_6/ptodata/l/pubpna/US10EJPUBCOMB . seq : * 
10 : /cgn2_6/ptodata/l/pubpna/USll_PUBCOMB . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



http ://es/ScoreAccessWeb/GetI tern. action?AppId=10623500&seq!d=502863&It. . . 5/31/2006 



SCORE Search Results Details for Application 10623500 and Search Res... Page 2 of 16! 



% 

Result Query 

No. Score Match Length DB ID Description 
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Sequence 


12, Appl 
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Sequence 


1, Appli 
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Sequence 


2, Appli 
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.8 
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Sequence 


15, Appl 
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16 
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Sequence 


13 , Appl 
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Sequence 


20415, A 
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4 
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09 
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Sequence 


56902, A 
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1667 


8 
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10 


-739 
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Sequence 


158 9, Ap 
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8 
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3 


US - 


09 


-814 


-353-18154 


Sequence 


18154, A 




12 


33 


8 


7 


2904 


8 


US- 


10 


-425 


-115-173235 


Sequence 


173235, 




13 


33 


8 


7 


2 940 


7 


US - 


10 


-425 


-114-2613 


Sequence 


2613, Ap 




14 


32 


.8 


8 


7 


653 


4 


US- 


09 


-925 


-065A-528523 


Sequence 


528523, 




15 


32 


. 8 


8 


7 


670 


7 


US- 


10 


-767 


-701-7934 


Sequence 


7934, Ap 




16 


32 


. 8 


8 


7 


676 


7 


US - 


10 


-767 


-701-7933 


Sequence 


7933, Ap 


c 


17 


32 


. 6 


8 


6 


405 


3 


us - 


09 


-732 


-627A-2927 


Sequence 


2927, Ap 




18 


32 


. 6 


8 


6 


598 


4 


us - 


09 


-925 


-065A-794856 


Sequence 


794856, 




19 


32 


. 6 


8 


6 


598 


4 


us - 


09 


-925 


-065A-850557 


Sequence 


850557, 


c 


20 


32 


.6 


8 


6 


4409 


10 


us 


-11-097-143-39853 


Sequence 3 9853, A 




21 


32 


.4 


8 


6 


625 


4 


us - 


09 


-925 


-065A-519273 


Sequence 


519273, 


c 


22 


32 


8 


5 


347 


3 


us - 


09 


-783 


-590-2002 


Sequence 


2002, Ap 




23 


32 


8 


5 


1747 


7 


us - 


10 


-424 


-599-30555 


Sequence 


30555, A 


c 


24 


31 


.8 


8 


4 


3111 


6 


us - 


10 


-369 


-493-36549 


Sequence 


36549, A 


c 


25 


31 


.6 


8 


4 


479 


3 


us - 


09 


-814 


-353-5643 


Sequence 


5643, Ap 


c 


26 


31 


.6 
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4 


479 


3 


us - 


09 


-814 


-353-11929 


Sequence 


11929, A 


c 


27 


31 


. 6 


8 


4 


508 


4 


us - 


09 


-925 


-065A-839422 


Sequence 


839422, 




28 


31 


. 6 


8 


4 


517 


4 


us - 


09 


-925 


-065A-829705 


Sequence 


829705, 


c 


29 


31 


.6 


8 


4 


599 


3 


us - 


09 


-814 


-353-18313 


Sequence 


18313, A 


c 


30 


31 


.6 


8 


4 


624 


4 


us - 


09 


-925 


-065A-211033 


Sequence 


211033, 


c 


31 


31 


.6 


8 


4 


624 


4 


us - 


09 


-925 


-065A-211034 


Sequence 


211034, 




32 


31 


.6 


8 


4 


658 


5 


US- 


10 


-027 


-632-188129 


Sequence 


188129, 




33 


31 


. 6 


8 


4 


658 


6 


US- 


10 


-027 


-632-188129 


Sequence 


188129, 




34 


31 


. 6 


8 


4 


1670 


4 


US- 


09 


-925 


-065A-554931 


Sequence 


554931, 




35 


31 


.6 


8 


4 


5082 


7 
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10 


-398 


-221-3766 


Sequence 


3766, Ap 


c 


36 


31 


. 6 


8 


4 


422 03 


7 


us - 


10 


-367 


-094-53 


Sequence 


53, Appl 




37 


31 


.6 


8 


.4 


122859 


5 


us- 


10 


-087 


-192-37 


Sequence 


37, Appl 




38 


31 


.4 


8 


3 


453 


7 


us- 


10 


-767 


-701-25614 


Sequence 


25614, A 




39 


31 


.4 


8 


3 


459 


5 


us- 


10 


-027 


-632-1705 


Sequence 


1705, Ap 




40 


31 


. 4 


8 


3 


459 


6 


us- 


10 


-027 


-632-1705 


Sequence 


1705, Ap 




41 


31 


. 4 


8 


3 


148497 


8 


us- 


10 


-723 


-860-1744 


Sequence 


1744, Ap 




42 


31 


.4 


8 


3 


148497 


9 


us- 


10 


-756 


-149-675 


Sequence 


675, App 


c 


43 


31 


.2 


8 


3 


508 


4 


us- 


09 


-925 


-065A-839421 


Sequence 


839421, 




44 


31 


.2 


8 


3 


517 


4 


us- 


09 


-925 


-065A-829706 


Sequence 


829706, 




45 


31 


.2 


8 


3 


590 


4 


us- 


09 


-925 


-065A-737930 


Sequence 


737930, 



ALIGNMENTS 



RESULT 1 
US-10-623-500-1 

; Sequence 1, Application US/10623500 
; Publication No. US2 0040133945A1 
; GENERAL INFORMATION: 

APPLICANT: Bayer Bioscience N.V. 

APPLICANT: Greet, Vanderkimpen 
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SCORE Search Results Details for Application 
10623500 and Search Result us-10-623-500- 
1-rnpbn, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10623500 and Search Result us-10- 

623-500-1. rnpbn. 

start 

Go Back to previous page 

GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: April 28, 2006, 14:15:53 ; Search time 278.465 Seconds 

(without alignments) 
5512.943 Million cell updates/sec 

Title: US- 10 -623 -500-1 

Perfect score: 378 

Sequence: 1 tactacagataacacgacag atccaccgatccatggcatg 378 

Scoring table: I DENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 9295968 seqs, 2030634719 residues 

Total number of hits satisfying chosen parameters: 18591936 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_NA_New : * 

1 : /SIDS5/ptodata/2/pubpna/US08_NEW_PUB . seq : * 

2 : /SIDS5/ptodata/2/pubpna/US06_NEW_PUB.seq: * 

3 : /SIDS5/ptodata/2/pubpna/US07_NEW_PUB . seq: * 

4 : /SIDS5/ptodata/2/pubpna/PCT_NEW_PUB . seq: * 

5 : /SIDS5/ptodata/2/pubpna/US09_NEW_PUB . seq: * 

6 : /SIDS5/ptodata/2/pubpna/US09_NEW_PUB . seql : * 

7 : /SIDS5/ptodata/2/pubpna/US10_NEW_PUB.seq: * 

8 : /SIDS5/ptodata/2/pubpna/US10_NEW_PUB . seql : * 

9 : /SIDS5/ptodata/2/pubpna/US10_NEW_PUB . seq2 : * 
10 : /SIDS5/ptodata/2/pubpna/US10_NEW_PUB.seq3 :* 
11 : /SIDS5/ptodata/2/pubpna/USll_NEW_PUB . seq: * 
12 : /SIDS5/ptodata/2/pubpna/USll_NEW_PUB . seq2 : * 
13 : /SIDS5/ptodata/2/pubpna/USll_NEW_PUB . seq3 : * 
14 : /SIDS5/ptodata/2/pubpna/USll_NEW_PUB . seq4 : * 
15 : /SIDS5/ptodata/2/pubpna/US60_NEW_PUB.seq:* 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No . 


Score 


Match 


Length 


DB 


ID 


Description 


c 


1 


34 . 2 


9, 


.0 


c r\ o 
602 


6 


US-09-925-065A-56902 


Sequence 56902, A 


c 


z 


J 4 . 2 


9, 


. 0 


C A O 

6 U2 


9 


US-10-301-480-158140 


Sequence 158140, 


c 


3 


34.2 


9 , 


. 0 


6 02 


10 


US- 10 -3 01 -48 0-77154 9 


Sequence 771549, 


c 


4 


33 


8 . 


, 7 


1 O O O 

122 / 


14 


US-11-136-527-1590 


Sequence 1590, Ap 




5 


32.8 


8 . 


.7 


653 


6 


US-09-925-065A-528523 


Sequence 528523, 


c 


6 


32.8 


8. 


, 7 


t rtOH A A 

1082144 


14 US-11-117-187-211 


Sequence 211, App 




7 


32.6 


8 . 


,6 


c a a 


6 


US-09-925-065A-794 856 


Sequence 794856, 




Q 

o 


TO ^ 

3 2 . b 


8 . 


. 6 


C Q Q 


6 


US-09-925-065A- 850557 


bequence oouoo/, 




9 


32.4 


8 , 


.6 


e o c 

625 


6 


US -09 -925 -065A- 519273 


Sequence 519273, 




10 


to o 

3 2.2 


8 , 


.5 


1757 


14 


US-11-136-527-2405 


Sequence 24 05, Ap 


c 


11 


31.6 


8 . 


.4 


508 


6 


US-09-925-065A- 839422 


Sequence 83 9422, 




12 


31.6 


8 . 


. 4 


517 


6 


US-09-925-065A-82 9705 


Sequence 829705, 


c 


13 


31.6 


8 , 


. 4 


624 


6 


US-09-925-065A-21103 3 


Sequence 2110 33 , 


c 


14 


31.6 


8 , 


.4 


624 


6 


US-09-925-065A-211034 


Sequence 211034, 


c 


15 


31.6 


8 . 


.4 


r o a 

634 


10 


US-10-301-480-298282 


Sequence 298282, 


c 


16 


31.6 


8 . 


. 4 


634 


10 


US- 10 -3 01 -480 -298283 


Sequence 2 98283, 


c 


1 / 


6 1 . 6 


8 . 


. 4 


CIA 

b J 4 


10 


US- 10 -3 01 -480 -9116 91 


bequence yiiori, 


c 


1 O 


J 1 . D 


8 . 


.4 


C T A 

b j4 


10 


US- 10 -3 01 -480 -911692 


Sequence 911692, 




iy 


31.6 


8 


.4 


16 / U 


6 


US-09-925-065A-554 931 


Sequence 554931, 




20 


31.6 


8 . 


.4 


O Q A A COO 

2 944528 


11 US-11-045-004-1 


Sequence 1, Appli 




2 1 


31.4 


8 . 


.3 


998 


10 


US- 10-3 01-48 0-542470 


Sequence 542470, 




22 


31.4 


8 


.3 


998 


10 


US- 10 -3 01 -48 0-11558 79 


Sequence 1155879, 




2 J 


31.4 


8 . 


.3 


1 A O 1 

1481 


8 


US-10-750-185-48717 


Sequence 48717, A 




24 


31.4 


8 


.3 


1481 


8 


US-10-750-623-48717 


Sequence 48717, A 


c 


25 


31.2 


8 . 


.3 


coo 

50 8 


6 


US- 09- 925 -065A- 839421 


Sequence 839421, 




2 b 


.3 1 . 2 


8 


. 3 


jl / 


6 


US-09-925-065A-82 9706 


bequence o2y/ub, 




27 


31.2 


8 . 


.3 


590 


6 


US -09- 925 -065A- 73793 0 


Sequence 737930, 




*"> o 

28 


T 1 O 

31.2 


8. 


.3 


C O. A 

590 


6 


US-0 9-925-065A-814 947 


Sequence 814947, 




29 


31.2 


8. 


.3 


4238 


14 


US-11-000-688-368 


Sequence 3 68, App 


c 


3 0 


31.2 


8 


.3 


o o r> r\ r\ r 

228006 


9 


US-10-330-773-119 


Sequence 119, App 


c 


3 1 


3 1 


8 


.2 


48 9 


6 


US- 09- 925 -065A- 135565 


Sequence 135565, 


c 


32 


31 


8 


.2 


493 


10 


US-10-301-480-231186 


Sequence 231186, 


c 




O 1 


8 


.2 




10 


US-10-301-480-844595 


bequence o*t4byo, 


c 


34 


31 


8 


.2 


709 


10 


US-10-301-480-576204 


Sequence 576204, 


c 


35 


31 


8 


.2 


709 


10 


US -10 -3 01 -48 0-118 96 13 


Sequence 1189613, 




36 


31 


8 


.2 


1349 


6 


US-09-925-065A-554 808 


Sequence 554808, 




37 


31 


8 


.2 


1349 


6 


US- 09-925 -065A- 554 80 9 


Sequence 554809, 




38 


31 


8 


.2 


193363 


14 


US-11-112-908-32 


Sequence 32, Appl 




39 


30 . 8 


8 


. 1 


605 


6 


US-09-925-065A-6933 94 


Sequence 693394, 




40 


30.6 


8 


. 1 


631 


10 


US- 10- 3 01-480 -278 919 


Sequence 278919, 




41 


30.6 


8 


. 1 


631 


10 


US- 10 -3 01 -480 -8 92 32 8 


Sequence 892328, 




42 


30.6 


8 


. 1 


634 


6 


US- 09 -925 -06 5A- 18904 9 


Sequence 189049, 




43 


30.6 


8 


.1 


642 


10 


US-10-301-480-538430 


Sequence 538430, 




44 


30.6 


8 


. 1 


642 


10 


US- 10 -3 01 -4 80 -115 183 9 


Sequence 1151839, 




45 


30.6 


8 


. 1 


1134 


6 


US-09-925-065A-3 9663 


Sequence 39663, A 



ALIGNMENTS 



RESULT 1 

US-09-925-065A-56902/C 



http://es/ScoreAccessWeb/GetItem. action?AppId=10623500&seqId=502864&It. . . 5/31/2006 



